transcripts, 826 (2.3%) were differentially expressed between mock and HIV-infected samples.
Introduction

18
There is significant interest in determining the level of HIV-1 transcription in the context of the 19 infected cell. The impact of HIV-1 infection on cellular gene expression has been investigated in 20 the past by gene expression arrays (3, 7, 9, 10, 15-18, 20, 21, 29, 31, 36, 37, 42, 47, 48, 51) .
21
However, use of these arrays is limited by the set of probes that are included in the chip.
22
Recently, it has even been proposed that unbiased analysis of transcription activity by deep 23 sequencing will soon replace gene expression profiling by microarrays (6, 45, 49) . The first 24 application of the novel technologies in the field of HIV-1 has been in the assessment of viral 25 sequence variation, in particular mutations present at low frequency in complex (quasispecies) 26 populations (2, 8, 12, 19, 22, 23, 43, 46, 50, 52, 55) . Pyrosequencing approaches have also been vector GFP-specific (1 in 267).
145
The distribution of tags on the HIV-1 vector genome emphasized several relevant aspects of
146
HIV-1 transcription (Figure 2A) . Five viral genomic regions carried 87.8% of total tags detected.
147
A high proportion of tags (24.2%) mapped to the 3'end of the HIV-1 vector genome (Figure 2A , 
153
The third signal (Figure 2A , Peak 3), with 51.6% total tags, mapped at the end of the gfp orf, with sense transcription, ending at a putative polyadenylation signal at pos. We assessed the overlap between the set of genes that were identified as differentially expressed 
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511
b Alignment/mapping to RefSeq allowed 1 mismatch (n=1), 10 multiple hits (m=10), read length of 24 (rl=24).
512
c Aligmnent/mapping to HIV NL4-3∆env/eGFP was performed allowing 2 mismatches (n=2) and 2 multiple hits 513 (m=2), read length of 24 (rl=24). 
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